Achtman et al. sequenced eight genes from 370 strains of H. pylori, isolated from 27 geographical, ethnic, or linguistic groups throughout the world, and using a computer program, derived the most likely ancestral tree. Their model identified seven modern populations and subpopulations: three in East Asia, one in Europe, and three in Africa. A West African strain was also found at high frequency among blacks in Louisiana and Tennessee, consistent with migration to the US through the slave trade. Further analysis of these seven groups identified five ancestral H. pylori populations, including two ancient European populations, one of which derived from an even older Asian group, the other from North Africa and the Near East, reflecting the migration of Neolithic farmers into Europe from these regions.
"H. pylori has probably accompanied modern humans since their origins," they conclude, making them useful for resolving ambiguities of human migration in conjunction with linguistic, archeological, and human DNA studies. Medical treatment of H. pylori infection "needs to account for global diversity and will be aided by the availability of representative isolates."
